Comparison of newly available sequence data facilitates reconstruction of the gene inventory of the Urbilateria, the last common ancestors of flies, nematodes and humans. The most surprising outcome is that human genes seem to be closer to the bilaterian roots than previously assumed.
the vertebrate lineage, we have been misled by the rapid rate of molecular evolution, with large gene losses, of the invertebrate model species.
Kortschak et al.
[4] analysed 1400 EST clusters from a basal metazoan, the coral Acropora millepora -a cnidarian of the Anthozoa -which they compared to the gene inventories of man, Drosophila and C. elegans. The advantage of choosing Acropora is that it represents an 'evolutionary outgroup' to the Bilateria -that is, the evolutionary line leading to corals branched off the metazoan tree before the Urbilateria came into existence ( Figure 1 ). But corals are still fairly complex Metazoa, much closer to the bilaterian roots than another frequently used evolutionary outgroup for genome comparisons, the budding yeast Saccharomyces cerevisiae, a unicellular fungus. The outgroup status implies that any gene that Acropora shares with any of the bilaterians necessarily formed part of the urbilaterian gene inventory -even if it is absent from all but one of the extant bilaterian groups. This allows unambiguous determination of gene loss events along the divergent bilaterian evolutionary lines.
The most striking finding of this study [4] is a strong asymmetry in the frequency of gene loss across the Bilateria. Out of a set of Acropora genes that are present in at least one of the compared bilaterian genomes, 12% appear to be shared exclusively with humans, while only 1% of sequences are shared with just Drosophila or C. elegans (Figure 2) . The sequences shared with humans include genes that so far appeared to be vertebrate innovations, such as tumorhead 
